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Conclusions: There were skewed Treg/Th17 ratios during
HBV infection. The imbalance of Treg/Th17 ratios existed
in CHB and ACHBLF patients and the imbalanced expression
of Treg/Th17 cells might contribute to HBV persistence.
PP-116 The prevalence of hepatitis delta virus (HDV)
and different ethnical groups in Sind, Pakistan
T.A. Bhatti1,2 *, M. Sadik2,3. 1Health Services Academy,
Islamabad, 2Isra University, Hyderabad, 3Department of
Medicine, Pakistan
Background and Aim: In Asia-Paciﬁc region HBeAg infection
along with HDV is a major health concern. Approximately
18 million people are estimated to be involved in HDV
infection. The trend of HDV disease is almost decreasing
from the European region, but increasing in South
Asia countries due to favorable spreading conditions for
Hepatitis B and other related diseases. The true existing
data are not available from most of the countries including
the Pakistan. We studied the prevalence of HDV infection
among different ethnical groups in Sind, Pakistan.
Method: The data collected from 533 total patients of
the two major hospitals of two different cities of province
Sind, Pakistan which were presenting the ISRA University,
Hyderabad and Aga Khan University Karachi in last three
years. Among them we found 480 patients of HBeAg with
HDV positive DNA PCR detectable.
Results: We found in our study that the prevalence of HDV
was 40% based on antibody results among the patients
serum who were attending the tertiary care hospitals
for detection of HBsAg. The mean age was 32.67 years
(median 31.00 years, range 3 80). Males were more affected
424 (79.5%) as compared to the female 109 (20.4%). The
ethnically the Sindhi speaking were 67%, Urdu 14%, pathan
6.6%, Balochi 8.1% and rest were in the others. Moreover,
the study showed that 415 (77.8%) were literate people, we
further divide the ethnic groups into two Sindhi and Non-
Sindhi categories, among them 51 positive and 12 positive
cases were found respectively on the bases of HDV RNA
Qualitative test.
Conclusion: The Prevalence of HDV infection among our
region of Pakistan seems to be very high and increasing in
Sindhi rural areas, which is alarming situation. This infection
occurred in all age groups particularly in the males because
they are frequently exposed to the spreading risk factors.
PP-117 HBV DNA change in chronic hepatitis B patients
with spontaneous decrease of HBV DNA during
different periods
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Background: To compare the HBV DNA change in CHB
patients with spontaneous decrease of HBV DNA during
different periods.
Methods: Dynamic change of HBV DNA level was observed
for 12 weeks in 136 cases with admission HBV DNA level
above 10,000 copies/mL. All patients had never been
treated with antiviral or immunoregulatory drugs during
this period. HBV DNA detection was carried out every two
weeks. These patients were divided into three groups (A,
B and C) who underwent spontaneous decrease of HBV DNA
during the ﬁrst, second and third 4 weeks, respectively. HBV
DNA baselines, minimum level and changing degree of HBV
DNA were compared among these three groups. All the data
were analyzed by software SPSS 13.0.
Results: The number (ratio) of group A, B and C was
93 (68.4%), 31 (22.8%) and 12 (8.8%), respectively. HBV
DNA baseline of these three groups were (7.27±0.99)
lgcopies/ml, (7.05±1.03) lgcopies/ml and (7.56±1.05)
lgcopies/ml, respectively. There was no signiﬁcant
difference statistically (F = 1.221, P = 0.298). Minimum HBV
DNA of group A ((3.99±1.08) lgcopies/ml) was higher than
that of B ((3.19±0.75) lgcopies/ml) and C ((3.04±0.84)
lgcopies/ml), P < 0.05, while there was no signigicant
difference between group B and C (P > 0.05). Changing
degree of HBV DNA of group A ((3.29±0.98) lgcopies/ml)
was lower than that of B ((3.86±1.05) lgcopies/ml) and
C ((4.53±1.38) lgcopies/ml), P < 0.05. while there was no
signigicant difference between group B and C (P > 0.05).
Conclusions: The number of patients with spontaneous
decrease of HBV DNA during the ﬁrst 4 weeks is the most
than during the second and third 4 weeks. These patients
had higher minimum HBV DNA and lower changing degree
of HBV DNA than others.
PP-118 Research on syndrome in chronic hepatitis B
based on data analysis methods
Y. Meng1 *, L.Q. Min1, Y.J. Li1, S.Y. Ru2. 1School of
mathematics and physics, University of Science and
Technology Beijing, 10083, Beijing, 2Beijing University of
Chinese Medicine, 100700, Beijing, China
Background: The syndrome is generalization to whole
response of a human disease pathology and physiological
changes. Syndrome of chronic hepatitis B is complex. In
this paper, based on clinical symptoms of 1003 chronic
hepatitis B patients, we study the common symptoms and
common syndrome through an unsupervised data analysis
methods.
Methods: We use methods of frequency analysis to analyze
the symptom, the four most frequent symptoms were
fatigue, dark urine, dry mouth, and irritability, frequencies
were 85.20%, 75.07%, 65.93% and 61.17%, respectively.
Factor analysis is a combination of multiple indicators of
several independent variables into indicators that can fully
reﬂect the parent information, avoiding the problem of
collinearity between variables. Using factor analysis, we
have the original 88 symptoms corresponding to 25 common
factors, and we get all the symptoms of common factors
corresponding to the distribution at the same time.
Results: Statistics results showed the general symptoms of
chronic hepatitis. The factor analysis extracted 25 common
factors reﬂected in the clinical syndrome that can cover
most of the contents of syndrome.
Conclusion: Syndromes of chronic hepatitis B is complex.
Based on clinical data of chronic hepatitis B, we use
unsupervised data analysis methods for analysis, in aim
to provide a reliable basis for the study of standardization
of syndrome.
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PP-119 Long term protection of HBV vaccination
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R. Oyungerel1, G. Zulkhuu1, Y. Dahgwahdorj1 *. 1Health
Sciences University of Mongolia, Mongolia
Introduction: Viral hepatitis (VH) infections are hyper
endemic in Mongolia. So, problem of VH is always in center
of Government attention. Therefore, HBV vaccination
introduced as mandatory immunization since 1991.
Objective: To study the rate of exposure of HBV infection in
vaccinated and nonvaccinated population during 20 years.
Poster Presentations, Poster Session Hepatitis B S79
Method andmaterials: We were observed 316 (male)
student, who arrived from all province of Mongolia in
Ulaanbaatar. They are divided into 4 groups by date of
birth: 1. Born before 1987; 2. Born in 1988 89; 3. Born in
1990; 4. Born after 1991 (after launching HBV vaccination),
In all serum samples tested for HBsAg, anti-HBc and anti-HBs
by ELISA.







1 44 6.8 34.1 34.1
2 111 5.4 27.9 27.0
3 71 7.0 21.1 22.5
4 91 3.3 6.6 14.3
The data in the table show that, the exposure ofHBV
infection in non vaccinated more than 20%, then vaccinated
populations less than 7%.
Conclusion: The exposure and prevalence rate of HBV
infection signiﬁcant difference in vaccinated and non
vaccinated population.
PP-120 Cloning and screening transregulated genes of
HBEBP2 by SSH
Q. Wang1 *, Y. Li2, H.J. Wu2, Y.Z. Lun1, Y. Hong1, J. Cheng1 *.
1Department of Infection Disease, Beijing Ditan Hospital,
Capital Medical University, 2Beijing Center for Physical
and Chemical Analysis, China
Objective: To screen and identify human genes transac-
tivated by HBEBP2 by constructing a cDNA subtractive
library with suppression subtractive hybridization (SSH)
technique.
Methods: pcDNA3.1( )-myc-his-HBEBP2 was constructed.
Then the L02 cells was transfected by pcDNA3.1( )-myc-
his-HBEBP2 and pcDNA3.1( )-myc-his empty vector, and
SSH method was employed to analyze the differentially
expressed DNA sequence between the two groups. After
restriction enzyme Rsa I digestion, small sizes cDNAs were
obtained. Then tester cDNA was divided into two groups and
ligated to the speciﬁc adaptor 1 and adaptor 2, respectively.
Aftertester cDNA was hybridized with driver cDNA twice
and underwent two times of nested PCR, the second PCR
production was subcloned into pGEM-Teasy plasmid vectors
to set up the subtractive library. Ampliﬁcation of the library
was transformed into E. coli. The cDNA was sequenced and
analyzed in GenBank with Blastn search after PCR.
Results: The subtractive library of genes transactivated
by HBEBP2 was constructed successfully. The ampliﬁed
library contains 80 positive clones containing 200 bp-1000
bp inserts. Sequence analysis was performed in 26 clones
randomly, and the full length sequences were obtained with
bioinformatics method. Altogether 7coding sequences were
gotten.
Conclusions: The obtained sequences may be target genes
transactivated by HBEBP2, and some genes coding proteins
involved in metabolism, autoimmunity regulation, protein
modiﬁcation, cell cycle regulation.
PP-121 Construction and expression of a novel HBeAg
binding protein 1 of hepatitis B virus in yeast
Y. Li1 *, Q. Wang2, Y.Z. Lun2, Y. Hong2, J. Cheng2 *. 1Beijing
Center for Physical and Chemical Analysis, 2Department of
Infection Disease, Beijing Ditan Hospital, Capital Medical
University, China
Objective: To construct the eukaryotic expression vector of
HBEBP1 gene and express HBEBP1 recombinant protein in
yeast.
Methods: PCR was performed to amplify the gene of HBEBP1
from the cDNA template origining from HepG2, and the
gene was cloned into pGEM-T vector. After sequencing,
the correct DNA fragment was cut from pGEM-T-HBEBP1
and inserted into yeast expression plasmid pGBKT7. The
reconstructed plasmid pGBKT7-HBEBP1 was transformed
into yeast cell AH109 and screened on the synthetic dropout
nutrient medium (SD/-Trp/Kana). The yeast protein was
isolated and analyzed with SDS-PAGE and Western blot.
Results: The eukaryotic expressive vector was constructed
successfully. The results of Western blot showed HBEBP1
protein was existed within yeast cells and the molecular
weight of it was about 32.3kD.
Conclusions: The successful expression of HBEBP1 protein
in yeast cells lay the foundation for studying biological
function of HBEBP1.
PP-122 Association between IRF-3 polymorphisms and
susceptibility to chronic hepatitis B virus
infection
Y.F. Gao1 *, F. Yan1. 1Department of hepatology, the second
afﬂiated hospital of Anhui Medical University, China
Aim: To investigate the association between the three
tagSNPs (rs10415576, rs2304204, rs2304206) of IRF3 gene
and genetic susceptibility of chronic hepatitis B virus (HBV)
infection in Chinese patients.
Materials and Methods: Based on the case-control study
in 985 case of chronic HBV infection and 294 self-limiting
HBV infection individuals as controls, three tagSNPs in the
IRF3 gene were genotyped by Multiplex Snapshot technique.
The genotype and allele frequencies were calculated and
analyzed.
Results: The three SNPs sites showed no signiﬁcant
genotyping/allelic associations with chronic HBV infection.
Overall allelic P values: rs10415576, P= 0.0908, OR
(95%CI) = 1.1798 (0.9740 1.4291); rs2304204, P= 0.5959,
OR (95%CI) = 1.0597 (0.8552 1.3133); rs2304206, P= 0.8372,
OR (95%CI) = 1.0250 (0.8097 1.2976). Overall genotype
P values: rs10415576, P= 0.2106; rs2304204, P= 0.8458;
rs2304206, P= 0.8315. There was no statistically signiﬁcant
difference between chronic HBV infection and controls.
Haplotypes generated by these three SNPs did not show
signiﬁcantly difference between the two groups either
(P> 0.05).
Conclusion: The data suggest that the three tagSNPs sites of
IRF3 gene are not associated with HBV infection in Chinese
Han population.
PP-123 The role of HBeAg in the expression of B7-H1 on
monocytes and IFN-g in T cells
Y.P. Han1, J. Li1 *, L.F. Jiang1, Q.Q. Xu1, B. Liu1.
1Department of Infectious Diseases, Nanjing, China
Objective: To study the relationship between HBeAg and
persistence of HBV infection.
Methods: Taking HBeAg negative CHB patients as the
research objects, determined the expression of B7-H1/PD-1
and TLR-2 on CD14+ PBMCs and IFN-g and IL-4 in CD3+CD4+
cells before and after incubation with HBeAg and TLR-2
